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Abstract: In order to better analyze the differences of the key genes of secondary metabolites between Trichoderma
reesei and Trichoderma virens, the secondary metabolite genes of T. reesei and T. virens were searched through prediction
website of antiSMASH, taking non-ribosomal peptide synthetase ( NRPS) as example. The results showed that there were
87 NRPS proteins in T. reesei and 214 NRPS proteins in T. virens, the number of NPRS proteins in T. virens was signifi-
cantly higher than that in 7. reesei. Meanwhile, ProtComp v9.0, PHD and other websites for bioinformatics prediction
were used to analyze the characteristics of NRPS proteins in 7. reesei and T. virens, including subcellular localization,
physicochemical properties and secondary structure, etc. The following common characteristics of NRPS proteins in T.
reesei and T. virens are clear: the theoretical isoelectric points are mostly concentrated between 5.01 and 7.00, the insta-

bility indices are mostly concentrated between 30.01 and 50.00, more than 75% proteins are hydrophilic, while the com-

positional characteristics of secondary structures are
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Fig.1 Comparative analysis on the distribution of secondary metabolic genes in Trichoderma reesei and Trichoderma virens
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Fig.2 Comparative analysis on the theoretical isoelectric points

of non-ribosomal peptide synthetase ( NRPS) proteins in

Trichoderma reesei and Trichoderma virens
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Fig.3 Comparative analysis on non-ribosomal peptide syn-
thetase ( NRPS) protein instability coefficients in T7i-

choderma reesei and Trichoderma virens
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Fig.4 Comparative analysis on the most hydrophilic amino
acid residues and the most hydrophobic amino acid res-
idues in non-ribosomal peptide synthetase ( NRPS) pro-
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Fig.5 Comparative analysis on the secondary structure of non-

ribosomal peptide synthetase ( NRPS) protein in 7ri-

choderma reesei and Trichoderma virens
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Fig.6 Comparative analysis on transit peptides of non-riboso-
mal peptide synthetase ( NRPS) in Trichoderma reesei

and Trichoderma virens
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